E120 02.255 from Taihu Lake in Jiangsu Province, China, on Mar. 26, 2011. Taihu Lake (also known as Lake Tai) is the third largest freshwater lake in China, and plays an important role in the region. The lake is somewhat eutrophicated with algal blooms occurring regularly (Guo, 2007) .
Bacterial isolation. For bacterial isolation, serially diluted sediment samples were spread onto plates of R2A medium (yeast extract, 0.5 g; tryptone, 0.5 g; casein hydrolysate, 0.5 g; glucose, 0.5 g; soluble starch, 0.5 g; K 2 HPO 4 , 0.3 g; MgSO 4 ·7H 2 O, 0.05 g; sodium pyruvate, 0.3 g; agar, 15 g; distilled water 1 L; pH 7.2), and incubated at 28 C for 1 week. A single colony of strain R-30 T was picked and routine cultivation was conducted at 28 C on R2A. The strain was maintained on R2A agar at 4 C and as 20% (w/v) glycerol suspensions at 20 C.
Phylogenetic analysis. PCR amplification of the 16S rRNA gene was carried out using the bacterial universal primers 27F (5 -GAG AGT TTG ATC CTG GCT CAG-3 , Escherichia coli position 27 46) and 1495R (5 -CTA CGG CTA CCT TGT TAC GA-3 , E. coli position 1476 1495). An almost-complete sequence was obtained with an ABI 3730 XL 96-capillary sequencer (Applied Biosystems, Foster City, CA). The identification of phylogenetic neighbors and calculation of pairwise 16S rRNA gene sequence similarity were achieved using the EzTaxon server (Kim et al., 2012) . Phylogenetic trees were constructed by using the neighborjoining (Saitou and Nei, 1987) , minimum-evolution (Rzhetsky and Nei, 1992) , maximum-likelihood (Tamura and Nei, 1993) and maximum-parsimony algorithms available in MEGA5 (Tamura et al., 2011) after multiple alignment of data by CLUSTAL W (Thompson et al., 1994) . A phylogenetic tree was reconstructed, using the neighbor-joining method, from evolutionary distances computed using the Kimura 2-parameter method (Kimura, 1980) . The reliability of the tree topology was evaluated by bootstrap analysis (Felsenstein, 1985) of 1,000 replicated datasets.
Phenotypic characterization. Cellular morphology was observed under an Olympus light microscope at 1,000 with cells grown for 2 days at 28 C on R2A agar. Motility of cells was examined on semisolid R2A with 0.6% (w/v) agar. Growth at 4, 20, 28, 37, 42 C and pH 5.0, 6.0, 7.0, 8.0, 9 .0 and 10.0 were investigated after 7 days of incubation. The pH of R2A broth was adjusted by adding 1 M NaOH or 1 M HCl. NaCl tolerance was tested in R2A broth supplemented with 0 5.0% NaCl (w/v) at 0.5% intervals after 7 days of incubation. Flexirubin type pigments were detected by flooding a small mass of bacterial cells with 20% KOH according the minimal standards described by Bernardet et al. (2002) . Utilization of carbon and energy sources was investigated in a basal medium containing (L 1 ): 1 g (NH 4 ) 2 HPO 4 , 0.3 g K 2 HPO 4 , 0.05 g MgSO 4 ·7H 2 O, and 0.2 g yeast extract, pH 7.2. Carbon substrates were added at a concentration of 0.5% (w/v). After 7 days of incubation, hydrolysis of starch (1%, w/v), casein (1%, w/v), Tween 80 (1%, v/v), carboxymethyl cellulose (1%, w/v) and egg-yolk (3%, v/v) were tested using R2A as the basal medium. Other physiological and biochemical properties such as Gram reaction, oxidase and catalase activities, glucose oxidization/fermentation, nitrate reduction, denitrification, production of H 2 S, gelatin liquefaction, lipase and urease activities were investigated according to the methods of Dong and Cai (2001) .
Chemotaxonomy. Genomic DNA was extracted according to Marmur (1961) from cells cultured for 2 days in R2A broth. The G+C content of the DNA was determined by HPLC of deoxyribonucleosides by using the method of Mesbah et al. (1989) . Polar lipids were extracted and analyzed by two-dimensional TLC based on the procedure of Minnikin et al. (1977) . The cellular fatty acid methyl esters were prepared and analyzed according to the instructions of the Microbial Identification System (MIDI) Version 6.1, using cells grown in R2A broth for 2 days at 28 C.
Nucleotide sequence accession number. The 16S rRNA gene nucleotide sequence of strain R-30 T was deposited in the DDBJ, EMBL and GenBank nucleotide sequences databases under the accession number JX294477.
Results

Phylogenetic analysis
The results of 16S rDNA gene sequence comparison indicated that strain R-30 T showed a highest similarity value of 95.6% to Roseococcus suduntuyensis SHET T (Boldareva et al., 2009) (Yurkov et al., 1994) and 92.8% to Roseomonas pecuniae N75 T (Lopes et al., 2011) . In the neighbor-joining tree ( Fig. 1) , strain R-30 T occupied a unique position outside but formed a cluster with Roseococcus sudun-tuyensis, Roseococcus thiosulfatophilus and Rubritepida flocculans. The maximum-likelihood, minimumevolution and maximum-parsimony trees showed essentially the same topology (data not shown).
Phenotypic characteristics
Pink colonies of strain R-30 T about 1 mm in diameter were formed on R2A agar after incubation for 3 days at 28 C. Colonies were convex with a moist surface. Cells of the isolate were Gram-reaction negative, coccoid and motile. Detailed physiological and biochemical characteristics of the strain are given in Table 1 and in the genus and species description.
Chemotaxonomic characteristics
Results showed that the genomic DNA G+C content of stain R-30 T was 73.9 mol%. The strain R-30 T contained significant amounts of diphosphatidyl glycerol (DPG), phosphatidyl methylethanolamine (PME), phosphatidyl ethanolamine (PE) and phosphatidyl choline (PC). The polar lipid profile is shown in Fig. 2 . The major cellular fatty acids ( 5%) of strain R-30 T were 18 1ω7c (66.7%), 16 1ω7c/16 1ω6c (10.2%) and 16 0 (8.0%), as shown in Table 2 .
Disscussion
To sum up the above data, the results of the 16S rRNA gene sequence analysis indicated the new isolate R-30 T belongs to the family Acetobacteraceae and is mostly closely related to Roseococcus suduntuyensis. Though the phenotypic and chemotaxonomic characteristics of strain R-30 T were mostly similar to Roseococcus suduntuyensis as shown in Table 1 and  Table 2 , it can not be classified in the same genus because of catalase-negativity, optimum growth temperature 37 C, much higher DNA G+C content, presence of 16 1ω7c/16 1ω6c, and the low 16S rRNA gene sequence similarity. In contrast to Roseococcus thiosulfatophilus, Rubritepida flocculans and Roseomonas pecuniae, some distinguishing characteristics were obviously present in the same way. Based on the phenotypic and genotypic characteristics, we proposed that strain R-30 T represents a novel genus and species in the family Acetobacteraceae, for which the name Sediminicoccus rosea gen. nov. sp. nov. is proposed.
Description of Sediminicoccus rosea gen. nov.
Sediminicoccus (Se di.mi.ni.co ccus. M. L. n. sedimeninis sediment; Gr. n. coccus sphere or spheroidal T and related species.
The dendrogram was reconstructed from evolutionary distances by using the neighbourjoining method. The sequence of Roseomonas gilardii subsp. gilardii ATCC 49956
T was used as the outgroup. The tree topology evaluated by using the maximum-likelihood, minimum-evolution and maximum-parsimony methods showed essentially the same results. Numbers at nodes indicate bootstrap values 50%. Bar, 0.01 substitutions per nucleotide position.
shape; M. L. neut. n. Sediminicoccus spherical bacterium from sediment). Cells are aerobic, Gram-negative, coccoid and motile. Oxidase and catalase negative. Predominant fatty acids are 18 1ω7c, 16 1ω7c/16 1ω6c and 16 0. Polar lipids consist of diphosphatidyl glycerol, phosphatidyl methylethanolamine, phosphatidyl ethanolamine and phosphatidyl choline. DNA G+C content is 73.9 mol%. Phylogenetically, a member of the family Acetobacteraceae. The type species is Sediminicoccus rosea.
Description of Sediminicoccus rosea sp. nov.
Sediminicoccus rosea (ro.se a. L. neut. adj. rosea rose-colored or rosy, referring to the pinkish color of the colonies).
Has the following characteristics in addition to those given in the genus description: Colonies grown on R2A agar plates are circular, pink, and convex with a moist surface and about 1.0 mm in diameter after incubation at 28 C on R2A agar. Coccoidial cells are about 1.0 µm in diameter. Growth occurs at 20 42 C (optimum, 37 C), at pH 6.0 9.0 (optimum, 7.0 8.0) and with 0 1.5% NaCl (optimum, 0). Cannot grow on NA media or LB agar. Positive for nitrate reduction, but negative for denitrifying reaction. Cannot hydrolyze starch, casein, carboxymethyl-cellulose, Tween 80 or egg-yolk. Growth occurs with many kinds of carbohydrates including D-glucose, sucrose, maltose, D-fructose, L-rhamnose, D-xylose, lactose, raffinose, D-mannose, trehalose, galactose, L-arabinose, mannitol, Alarico et al. (2002) ; column 4 from Yurkov et al. (1994) and column 5 from Lopes et al. (2011) . +, positive reaction; , negative reaction; w, weakly positive. All Gram-negative and O 2 requirement positive.
a DPG, diphosphatidylglycerol; PE, phosphatidylethanolamine; PC, phosphatidylcholine; PME, phosphatidylmethylethanolamine. DPG, diphosphatidylglycerol; PE, phosphatidylethanolamine; PC, phosphatidylcholine; PME, phosphatidylmethylethanolamine. Alarico et al. (2002) and column 5 from Lopes et al. (2011) .
Fatty acids amounting to less than 1% of total fatty acids in all strains studied are not listed.
a Summed features are combinations of fatty acids that cannot be separated by the MIDI system. Summed feature 3 comprises 16 1ω7c/16 1ω6c. Summed feature 4 contains one or more of 16 1ω7c, 16 1ω6c and 15 0 2OH.
